SUPPLEMENTARY TABLES
. Bacterial strains, plasmids and oligonucleotides
Strain
Relevant characters a Reference C-1a E. coli C, prototrophic
C-5686 C-1a rne-131~Tn10 (2) C-5699 C-1a araBp-rpsA this work C-5868 C-1a rne-3071~Tn10 (2) C-5869 C-1a rne +~T n10 Table S2 . Ribosomal profile in different conditions of S1 expression.
Relative peak area a
Fractions S1 basal b S1 overexpression b S1 depletion c Figure  1A , OD 260 plots) and normalizing for the weight of the whole profile. Strains and growth conditions are as in Figure 1 legend. b The reported results are the average of two independent determinations. c The results of a representative experiment are shown. In other experiments, the overall profile characterized by a sharp increase of monosome peak was consistently found, but quantitative differences in the relative areas of the peaks from the values reported here were observed, especially for polysome peak area. These variations could be due to fluctuations in the extent of S1 depletion reached at the cell lysis time in different experiments. Figure S2 . Characterization of leaderless cspE mRNA ends upon S1 overexpression. RNA samples from S1-induced C-5874/pREP4/pQE31-S1/pGM924 cultures grown as described in Figure 3 legend, were northern blotted and hybridized with the CSPE riboprobe or with radiolabelled oligonucleotides 2399 and 2135 (5'-end and 3'-end, respectively). RNA was extracted 60 min after S1 induction, immediately before (0) or 32 min (32) following rifampicin-nalidixic acid addition. Cultures of elaC rne ts (C-5901) and rng rne ts (C-5899) strains carrying pGM924 were grown to mid-log phase at permissive temperature (32 °C) and shifted at nonpermissive temperature (44 °C). Rifampicin was added immediately before (32 °C samples) and 30 min after temperature shift (44 °C) and RNA was extracted at the time points indicated on top of the lanes. 5 g of RNA samples were analyzed by northern blotting with radiolabelled 2135 oligonucleotide. L, leadered cspE chromosomal transcript; L, leaderless cspE plasmid transcript. Bottom panels: ethidium bromide stained 5S rRNA. Figure S5 . Transcription profile of rpsO hybrid alleles. 5 g of RNA extracted from different strains and conditions were analysed by northern blotting with radio-labelled oligonucleotide probes as detailed below. In all panels 5S rRNA stained with ethidium bromide as a loading control is shown. A. Transcription profile of leadered and leaderless rpsO mRNA in the RNase E defective strain. Northern blotting was performed with RNA samples extracted from cultures of rne + (C-5869) and rne ts (C-5868) strains carrying pGM398 (L-rpsO::HA) grown and processed as described in Figure 4A and hybridized with HA (upper panel) or 2521 (specific for the chromosomal rpsO allele; rpsOc panel) oligonucleotides. B. Expression and stability of leadered and leaderless rpsO mRNA upon S1 over-expression. Northern blotting was performed with RNA samples extracted from cultures of C-1a/pREP4/pQE31-S1 carrying pGM398 (L-rpsO::HA) or pGM397 (cI-rpsO) grown and treated as described in Figure 3A and hybridized with radiolabelled HA oligonucleotide. Transcripts size was assessed by running the samples on the same gel with an RNA ladder (RiboRuler™ Low Range RNA Ladder, Fermentas) and by hybridization with proper oligonucleotides (data not shown). P-t, signal corresponding to the rpsOp-rpsOt mRNA. C. Bacterial cultures of C-5699 carrying pGM398 (L-rpsO::HA and rpsOc panels) or pGM397 (cI-rpsO panel) were grown up to OD 600 = 0.4, diluted 1:4 in permissive (S1 expressed) or non permissive (S1 depleted) conditions and further incubated until OD 600 = 0.4-0.5 was reached. RNA was extracted from rifampicin-nalidixic acid treated and untreated samples and northern blotted with radiolabelled HA (L-rpsO::HA and cI-rpsO panels) and 2469 (rpsOc panel) oligonucleotides. 
